RAW SEQUENCE LISTING 



Loaded by SCORE, no errors detected. 

Application Serial Number: /O 

Source: 0S7*£. 



Date Processed by SCORE: gg/ 



ENTERED 



<110> APPLICANT: Lovelace Respiratory Research Institute 

Tesfaigzi, Yohanne s 

Belinsky, Steven A. 
<120> TITLE OF INVENTION: Metalloproteinase Gene Polymorphism in COPD 
<130> FILE REFERENCE: 41543-0302 

<140> CURRENT APPLICATION NUMBER: US/10/567 , 876 

<141> CURRENT FILING DATE: 2006-02-08 

<150> PRIOR APPLICATION NUMBER: PCT/US04/26035 

<151> PRIOR FILING DATE: 2004-08-11 

<150> PRIOR APPLICATION NUMBER : US 60/494,631 

<151> PRIOR FILING DATE: 2003-08-11 

<160> NUMBER OF SEQ ID NOS : 17 

<170> SOFTWARE: Patentln version 3.3 

<210> SEQ ID NO 1 

<211> LENGTH: 22 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<22 0> FEATURE: 

<223> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln279Arg SNP 
<4 00> SEQUENCE: 1 

ctctacaccc gggacggcaa tg 

22 

<210> SEQ ID NO 2 

<211> LENGTH: 24 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<220> FEATURE: 

<223> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln279Arg SNP 
<4 00> SEQUENCE: 2 

actctacacc caggacggca atgc 

24 

<210> SEQ ID NO 3 

<211> LENGTH: 19 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<220> FEATURE: 

<223> OTHER INFORMATION: Synthetic sense primer for MMP-9 Gln279Arg SNP 
<4 00> SEQUENCE: 3 

tctccccctt tcccacatc 

19 

<210> SEQ ID NO 4 

<211> LENGTH: 19 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<220> FEATURE: 

<223> OTHER INFORMATION: Synthetic antisense primer for MMP-9 Gln279Arg 
SNP 

<4 00> SEQUENCE: 4 

tgtgctgtct ccgccttct 

19 

<210> SEQ ID NO 5 

<211> LENGTH: 10 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<220> FEATURE: 

<22 3> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln2 7 9Arg SNP 



<400> SEQUENCE: 5 
tctacacccg 

10 

<210> SEQ ID NO 6 

<211> LENGTH: 10 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<22 0> FEATURE: 

<22 3> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln2 7 9Arg SNP 
<40 0> SEQUENCE: 6 
gggacggcaa 

10 

<210> SEQ ID NO 7 

<211> LENGTH: 10 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<220> FEATURE: 

<223> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln279Arg SNP 
<4 00> SEQUENCE: 7 
tctacaccca 

10 

<210> SEQ ID NO 8 

<211> LENGTH: 10 

<212> TYPE: DNA 

<213> ORGANISM: Artificial 

<22 0> FEATURE: 

<223> OTHER INFORMATION: Synthetic Probe for MMP-9 Gln279Arg SNP 
<4 00> SEQUENCE: 8 
aggacggcaa 

10 

<210> SEQ ID NO 9 

<211> LENGTH: 707 

<212> TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<22 0> FEATURE: 

<221> NAME/KEY: MIS C_FE ATURE 
<222> LOCATION: (279) .. (279) 

<22 3> OTHER INFORMATION: Xaa is Gin in the common variant and Arg in the 

rare variant 

<4 0 0> SEQUENCE: 9 



Met 


Ser 


Leu 


Trp 


Gin 


Pro 


Leu 


Val 


Leu 


Val 


Leu 


Leu 


Val 


Leu 


Gly 


Cys 


1 








5 










10 










15 




Cys 


Phe 


Ala 


Ala 


Pro 


Arg 


Gin 


Arg 


Gin 


Ser 


Thr 


Leu 


Val 


Leu 


Phe 


Pro 








20 










25 










30 






Gly 


Asp 


Leu 


Arg 


Thr 


Asn 


Leu 


Thr 


Asp 


Arg 


Gin 


Leu 


Ala 


Glu 


Glu 


Tyr 






35 










40 










45 








Leu 


Tyr 


Arg 


Tyr 


Gly 


Tyr 


Thr 


Arg 


Val 


Ala 


Glu 


Met 


Arg 


Gly 


Glu 


Ser 




50 










55 










60 










Lys 


Ser 


Leu 


Gly 


Pro 


Ala 


Leu 


Leu 


Leu 


Leu 


Gin 


Lys 


Gin 


Leu 


Ser 


Leu 


65 










70 










75 










80 


Pro 


Glu 


Thr 


Gly 


Glu 


Leu 


Asp 


Ser 


Ala 


Thr 


Leu 


Lys 


Ala 


Met 


Arg 


Thr 










85 










90 










95 




Pro 


Arg 


Cys 


Gly 


Val 


Pro 


Asp 


Leu 


Gly 


Arg 


Phe 


Gin 


Thr 


Phe 


Glu Gly 








100 










105 










110 






Asp 


Leu 


Lys 


Trp 


His 


His 


His 


Asn 


He 


Thr 


Tyr 


Trp 


He 


Gin 


Asn 


Tyr 






115 










120 










125 








Ser 


Glu 


Asp 


Leu 


Pro 


Arg 


Ala 


Val 


He 


Asp 


Asp 


Ala 


Phe 


Ala 


Arg 


Ala 





130 






Phe 


Ala 


Leu 


Trp 


145 








Ser 


Arg 


Asp 


Ala 


ASp 


Gly 


Tyr 


Pro 








180 


Pro 


Pro 


Gly 


Pro 






195 




Leu 


Trp 


Ser 


Leu 




210 






Ala 


Asp 


Gly 


Ala 


225 








Tyr 


Ser 


Ala 


Cys 


Ser 


inr 


Thr 


Aid 








260 


Ser 


Glu 


Arg 


Leu 






275 




Gin 


Pne 


Pro 


•piV-i ft 

Pne 




290 






Asp 


Gly 


Arg 


Ser 


305 








Asp 


Arg 


Asp 


Lys 


Val 


Met 


Gly 


Gly 








340 


Phe 


Leu 


Gly 


Lys 






355 




Gly 


Arg 


Leu 


Trp 




370 






Trp 


Gly 


Pne 


Cys 


385 








His 


Glu 


Phe 


Gly 


Ala 


Leu 


Met 


Tyr 








420 


Lys 


Asp 


Asp 


Val 






435 




Pro 


Glu 


Pro 


Arg 




450 






Pro 


Thr 


Val 


Cys 


465 








Pro 


Thr 


Ala 


Gly 


Pro 


Thr 


Ala 


Gly 








500 


Asp 


Asp 


Ala 


Cys 






515 




Asn 


Gin 


Leu 


Tyr 




530 






Gly 


Arg 


Gly 


Ser 


545 








Pro 


Ala 


Leu 


Pro 


Lys 


Lys 


Leu 


Phe 








580 


Ala 


Ser 


Val 


Leu 






595 




Asp 


Val 


Ala 


Gin 




610 











135 




Ser 


Ala 


Val 


Thr 




150 






Asp 


lie 


vai 


ne 


165 








Phe 


Asp 


Gly 


Lys 


Cjiy 


lie 


uin 


(jiy 








200 


Gly 


Lys 


Gly 


Val 






215 




Ala 


Cys 


His 


Pne 




230 






Thr 


Thr 


Asp 


Gly 


245 








Asn 


Tyr 


Asp 


Thr 


Tyr 


Thr 


Xaa 


Asp 








2 80 


He 


Phe 


Gin 


Gly 






295 




Asp 


Gly 


Tyr 


Arg 




310 






Leu 


Phe 


Gly 


Phe 


325 








Asn 


Ser 


Ala 


Gly 


Glu 


Tyr 


Ser 


Thr 








360 


Cys 


Ala 


Thr 


Thr 






375 




Pro 


Asp 


Gin 


Gly 




390 






His 


Ala 


Leu 


Gly 


405 








Pro 


Met 


Tyr 


Arg 


Asn 


Gly 


He 


Arg 








440 


Pro 


Pro 


Thr 


Thr 






455 




Pro 


Thr 


Gly 


Pro 




470 






Pro 


Thr 


Gly 


Pro 


485 








Pro 


Ser 


Thr 


Ala 


Asn 


Val 


Asn 


He 








520 


Leu 


Phe 


Lys 


Asp 






535 




Arg 


Pro 


Gin 


Gly 




550 






Arg 


Lys 


Leu 


Asp 


565 








Phe 


Phe 


Ser 


Gly 


Gly 


Pro 


Arg 


Arg 








600 


Val 


Thr 


Gly 


Ala 






615 





140 

Pro Leu Thr Phe 
155 

Gin Phe Gly Val 
170 

Asp Gly Leu Leu 
185 

Asp Ala His Phe 

Val Val Pro Thr 
220 

Pro Phe He Phe 
235 

Arg Ser Asp Gly 
250 

Asp Asp Arg Phe 
265 

Gly Asn Ala Asp 

Gin Ser Tyr Ser 
300 

Trp Cys Ala Thr 
315 

Cys Pro Thr Arg 
3 30 

Glu Leu Cys Val 
345 

Cys Thr Ser Glu 

Ser Asn Phe Asp 
380 

Tyr Ser Leu Phe 
395 

Leu Asp His Ser 
410 

Phe Thr Glu Gly 
425 

His Leu Tyr Gly 

Thr Thr Pro Gin 
460 

Pro Thr Val His 
475 

Pro Ser Ala Gly 
490 

Thr Thr Val Pro 
505 

Phe Asp Ala He 

Gly Lys Tyr Trp 
540 

Pro Phe Leu He 
555 

Ser Val Phe Glu 
570 

Arg Gin Val Trp 
585 

Leu Asp Lys Leu 

Leu Arg Ser Gly 
620 



Thr 


Arg 


Val 


Tyr 








160 


Ala 


Glu 


His 


Gly 






I/O 




Ala 


Hi S 


Ala 


pne 




l z) u 






TV _ — . 

ASp 


Asp 


Asp 




one; 








Arg 


pne 


pi,, 

Vjriy 


Asn 


GlU 


Gly 


Arg 


Ser 








240 


Leu 


Pro 


Trp 


Cys 










Gly 


Phe 


Cys 


Pro 




*") *7 A 
Z /U 






Gly 


Lys 


Pro 


Cys 


1 o r 

2 85 








Ala 


Cys 


Thr 


Thr 


Tnr 


Ala 


Asn 


Tyr 








320 


Ala 


Asp 


Ser 


Thr 






335 




Phe 


Pro 


Phe 


Thr 




350 






Gly 


Arg 


Gly 


Asp 


365 








Ser 


Asp 


Lys 


Lys 


Leu 


Val 


Ala 


Ala 








400 


Ser 


Val 


Pro 


Glu 






/lit? 

4 Id 




Pro 


Pro 


Leu 


His 




4 3 0 






Pro 


Arg 


Pro 


Glu 


445 








Pro 


Thr 


Ala 


Pro 


Pro 


Ser 


Glu 


Arg 








480 


Pro 


Thr 


Gly 


Pro 






4 y o 




Leu 


Ser 


Pro 


Val 




510 






Ala 


Glu 


He 


Gly 


c o c 








Arg 


Phe 


Ser 


Glu 


Ala 


Asp 


Lys 


Trp 








c; c n 


Glu 


Pro 


Leu 


Ser 






575 




Val 


Tyr 


Thr 


Gly 




590 






Gly 


Leu 


Gly 


Ala 


605 








Arg 


Gly 


Lys 


Met 



Leu Leu Phe Ser 
625 

Met Val Asp Pro 

Val Pro Leu Asp 
660 

Phe Cys Gin Asp 
675 

Asn Gin Val Asp 
6 90 

Pro Glu Asp 
705 



Gly Arg Arg Leu 
630 

Arg Ser Ala Ser 
645 

Thr His Asp Val 

Arg Phe Tyr Trp 
680 

Gin Val Gly Tyr 
695 



Trp Arg Phe Asp 
635 

Glu Val Asp Arg 
650 

Phe Gin Tyr Arg 
665 

Arg Val Ser Ser 

Val Thr Tyr Asp 
7 00 



Val Lys Ala Gin 
640 

Met Phe Pro Gly 
655 

Glu Lys Ala Tyr 
670 

Arg Ser Glu Leu 
685 

lie Leu Gin Cys 



<210> SEQ ID NO 10 

<211> LENGTH: 7639 

<212> TYPE: DNA 

<213> ORGANISM: Homo sapiens 

<22 0> FEATURE: 

<221> NAME / KEY : misc_feature 
<222> LOCATION: (2 665 ) . . (2 665 ) 

<223> OTHER INFORMATION: n is a in the common variant and g in the rare 
variant 

<4 00> SEQUENCE: 10 
60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



tcaccatgag 


cctctggcag 


cccctggtcc 


tggtgctcct 


ggtgctgggc 


tgctgctttg 


ctgcccccag 


acagcgccag 


tccacccttg 


tgctcttccc 


tggagacctg 


agaaccaatc 


tcaccgacag 


gcagctggca 


gaggtgggca 


aacacctagt 


ctagagttgg 


ggagggctgt 


ccgtgagggt 


gttgagtgtc 


ccagagagga 


tgcagggcct 


cagaggagat 


gctttagggg 


tgtgttggtg 


gtgatgggcg 


tatctgaaga 


acagaggtgt 


ccagggttag 


gcagtggggg 


gtcttgtgga 


ggctttgagc 


agtgatggcc 


agaaatgggc 


aatggggctt 


tcctaggtgg 


gaaatgggaa 


atggtttggg 


gtgggggagg 


cattggaggg 


ttctggggta 


agcataggct 


gggagtgaac 


aggggcaaac 


cttatgcagc 


tgtggggtag 


aaatgggcta 


gaggcatcca 


ggggtgagaa 


ggagctgagg 


atgtctaagg 


aggggagatc 


cctgggtggt 


cagaaagcac 


tggtgtctgg 


aaagcattta 


atgctttatt 


aaatgttagt 


ccctgctggg 


catgacggct 


cacacttgta 


atcccagcac 


tttgggaggc 


tgaggtggta 


ggatcgctga 


agctcaggag 


tttgagccca 


gcctaggcaa 


catagtaaga 


tcctgtctct 


acaaaaaaat 


taaagaaata 


gccaggcaca 


gtgatgtgca 


cctgtagttc 


cagctatgca 


gaaggctgag 


atgggaggat 


cgcttgagtc 


caggaggtcc 


aggctgcagt 


gggctgatac 


cgtctctccg 


aaaaagaaaa 


agaaaaaaga 


ctccctccat 


gagtgtctgg 


agggagtcct 


ttggccccag 


ctgggcagag 


aaaggggtca 


gagatctggc 


atgtgtgtgt 


cccttcatcc 


acaggaatac 


ctgtaccgct 


atggttacac 


tcgggtggca 


gagatgcgtg 


gagagtcgaa 


atctctgggg 


cctgcgctgc 


tgcttctcca 


gaagcaactg 


tccctgcccg 


agaccggtga 


gctggatagc 


gccacgctga 


aggccatgcg 


aaccccacgg 


tgcggggtcc 


cagacctggg 


cagattccaa 


acctttgagg 



1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 


gcgacctcaa 


gtggcaccac 


cacaacatca 


cctattggtg 


agccggggcc 


gtgggggcag 


cggggtgggg 


cggggaggcc 


aggtctggct 


cttgggccag 


cggtgaacat 


gtcctgtctt 


ggacgcgtcc 


ctgggtttca 


ctatttaatg 


tgtggcccct 


ggggagtgtc 


cccacctctg 


agcctctgtt 


tctccttcag 


ggaaatggct 


cttgcaatcc 


aagtcctcct 


gccagggcca 


ttgtgagggt 


ctaagtagac 


aaaaaaaaaa 


aaaaaaaaaa 


cagtctggaa 


gcaatttata 


gatgagagcg 


tggacggcag 


agagcattgt 


gtatgttgaa 


gtctctgcga 


tatggggtgt 


ccctgctgcc 


ccgctccagc 


ctttcacttc 


tgacctcctt 


cctctggctc 


ttacgctaca 


ggatccaaaa 


ctactcggaa 


gacttgccgc 


gggcggtgat 


tgacgacgcc 


tttgcccgcg 


ccttcgcact 


gtggagcgcg 


gtgacgccgc 


tcaccttcac 


tcgcgtgtac 


agccgggacg 


cagacatcgt 


catccagttt 


ggtgtcgcgg 


gtgagaacgt 


gaggagggaa 


aatccaagag 


acctgggcgg 


ggtcagggaa 


gggaggacca 


cggagagcgt 


ggaggcagca 


gtggccccgg 


cttcctcttg 


cctgcccgcg 


ctgccctggc 


ttatacggcc 


cctcctgcca 


gacagtgcac 


agggccaggg 


cgccaggctg 


ggagagcttc 


gcgcaggcgg 


gatttcagcc 


cgcacttatt 


tcggagccct 


tgccttgggc 


agcgcacaat 


ctgcgcagca 


gtactcggct 


aaccctcttc 


ctctcgacct 


gtttcttcag 


agcacggaga 


cgggtatccc 


ttcgacggga 


aggacgggct 


cctggcacac 


gcctttcctc 


ctggccccgg 


cattcaggga 


gacgcccatt 


tcgacgatga 


cgagttgtgg 


tccctgggca 


agggcgtcgg 


tgagattctg 


agtcctcctg 


gcccctgatt 


cccttcattc 


tctcccactc 


atcacccgcc 


gccctaactc 


cggtcccccc 


tcctcctgca 


gtggttccaa 


ctcggtttgg 


aaacgcagat 


ggcgcggcct 


gccacttccc 


cttcatcttc 


gagggccgct 


cctactctgc 


ctgcaccacc 


gacggtcgct 


ccgacggctt 


gccctggtgc 


agtaccacgg 


ccaactacga 


caccgacgac 


cggtttggct 


tctgccccag 


cgagagtgag 


tgagggggct 


cgccgagggc 


tgggggcgcc 


caccaccctt 


gatggtcctg 


ggttctaatt 


ccagctctgc 


cactagtgct 


gtgtggcctg 


caattcaccc 


tcccgcactc 


tgggcccaat 


tttctcatct 


gagaaatgat 


gagagatggg 


atgaactgca 


gaccatccat 


gggtcaaaga 


acaggacaca 


cttgggggtt 


ataatgtgct 


gtctccgcct 


tctccccctt 


tcccacatcc 


tcctcgcccc 


aggactctac 


acccnggacg 


gcaatgctga 


tgggaaaccc 


tgccagtttc 


cattcatctt 


ccaaggccaa 


tcctactccg 


cctgcaccac 


ggacggtcgc 


tccgacggct 


accgctggtg 


cgccaccacc 


/T f~\ -3 /~l 4— 

gccddCLdty 


ct (_ y y y ct a. a. 


ct c t" c t~ t~ e* net r* 


u. i— ^ uy u vv».y c* 


cccgaggtac 


ctccaccctg 


tctaccaggt 


tcagccccgc 


cctctcatca 


tgtattggcc 


cccaaaacgc 


ggctcttccc 


tcccatcagt 


ttgtctttcc 


actctcattg 


gtcctcagga 


cgaccgtgac 


tccgcccacc 


tacaccacat 


ttccaccact 


atccctgact 


tccaatggcc 



